Poly(ADP-ribose) polymerase 1 (PARP-1), the major isoform of the poly (ADP-ribose) polymerase family, is a constitutive nuclear and mitochondrial protein with well-recognized roles in various essential cellular functions such as DNA repair, signal transduction, apoptosis, as well as in a variety of pathophysiological conditions including sepsis, diabetes and cancer. Activation of PARP-1 in response to oxidative stress catalyzes the covalent attachment of the poly (ADP-ribose) (PAR) groups on itself and other acceptor proteins, utilizing NAD + as a substrate. Overactivation of PARP-1 depletes intracellular NAD + influencing mitochondrial electron transport, cellular ATP generation and, if persistent, can result in necrotic cell death. Due to their high metabolic activity, skeletal muscle cells are particularly exposed to constant oxidative stress insults. In this study, we investigated the role of PARP-1 in a well-defined model of murine skeletal muscle differentiation (C2C12) and compare the responses to oxidative stress of undifferentiated myoblasts and differentiated myotubes. We observed a marked reduction of PARP-1 expression as myoblasts differentiated into myotubes. This alteration correlated with an increased resistance to oxidative stress of the myotubes, as measured by MTT and LDH assays. Mitochondrial function, assessed by measuring mitochondrial membrane potential, was preserved under oxidative stress in myotubes compared to myoblasts. Moreover, basal respiration, ATP synthesis, and the maximal respiratory capacity of mitochondria were higher in myotubes than in myoblasts. Inhibition of the catalytic activity of PARP-1 by PJ34 (a phenanthridinone PARP inhibitor) exerted greater protective effects in undifferentiated myoblasts than in differentiated myotubes. The above observations in C2C12 cells were also confirmed in a rat-derived skeletal muscle cell line (L6). Forced overexpression of PARP1 in C2C12 myotubes sensitized the cells to oxidant-induced injury. Taken together, our data indicate that the reduction of PARP-1 expression during the process of the skeletal muscle differentiation serves as a PLOS ONE |
Introduction
Poly(ADP-ribose) polymerase 1 (PARP-1), the major member of the PARP family, is a constitutive nuclear and mitochondrial enzyme that plays important roles in DNA repair, gene transcription, and chromatin remodeling [1] [2] [3] [4] . It also plays a critical role in modulating cellular conditions via posttranslational modification of proteins through poly-ADP-ribosylation (PARylation), which is the addition of PAR adducts to target proteins including itself. PARP-1 has also been associated with shifting intracellular energetic pools and regulating cellular bioenergetics [1] [2] [3] [4] . DNA damage induced by oxidative or nitrosative stress results in activation of PARP-1 [1] [2] [3] [4] . Overactivation of PARP-1 can deplete intracellular NAD + pools leading to an impairment of cellular bioenergetic homeostasis and necrosis [1] [2] [3] [4] . Skeletal muscles account for approximately 35-40% of human body weight and are composed of striated muscle tissue. Adult muscle is a relatively stable metabolic tissue under resting conditions, but its oxygen consumption markedly increases during exercise. Under these conditions (as well as in various pathophysiological conditions and during physiological aging), intracellular production of oxidative free radicals is enhanced, mainly due to the leakage of superoxide from the mitochondrial electron transport chain [5] [6] [7] [8] . Therefore, it is essential that skeletal muscle develops appropriate protective mechanisms to defend itself from repetitive bursts of oxidative stress; a diverse range of defensive mechanisms have been described in this respect including increase of 8-OHdG repair, higher activity of antioxidant enzymes, and changes in DNA base excision repair capacity, to name a few [9] [10] [11] [12] [13] . Additionally, skeletal muscle has an ability to regenerate from satellite cells (skeletal muscle-specific progenitor cells) [14] [15] [16] . Myogenic differentiation is a highly orchestrated sequence of events that produces mature skeletal muscle. Very often this process is induced by muscle injury (e.g. caused by extensive exercise), or by other pathophysiological conditions that leads to muscle loss, e.g. in patients with muscular dystrophy, advanced cancer, AIDS or burn [17] [18] [19] [20] . Satellite cells can re-enter the cell cycle and, after proliferation, irreversibly withdraw from the cell cycle, differentiate, and with existing myofibrils to form muscle fiber [21] [22] [23] The C2C12 cell line is widely used as a cellular model to study the process of skeletal muscle differentiation [24] [25] [26] [27] . We have recently observed that the mitochondrial DNA of myoblasts is particularly sensitive to oxidative stress mainly due to low expression of critical mitochondrial DNA repair-specific enzyme [28] . In the current study we investigated the expression of PARP-1 in C2C12 myoblasts and myotubes in connection with oxidative stress outcomes in both cell types. Key observations were also confirmed in a second cell line (L6). The results of this study suggest that downregulation of PARP-1 expression in myoblasts correlates with enhanced resistance to oxidative stress in differentiated myotubes.
Cell culture
The murine C2C12 (Catalog# ATCC CRL-1772) and rat L6 (Catalog#ATCC CRL1458) skeletal muscle cell lines were purchased from the American Type Culture Collection (ATCC, Manassas, VA, USA). Undifferentiated, proliferating C2C12 and L6 myoblasts were cultured in DMEM (ATCC, Cat#30-2002) containing 15% and 10% FBS, respectively. Differentiation for both cell lines was induced by changing the culture medium to DMEM containing 2% horse serum [16, 28] , 50). All cells were maintained at 37°C, 5% CO 2 . In supporting experiments we also used the human monocyte histiocytic lymphoma cell line, U937 (ATCC CRL-1593.2). Differentiation of U937 cells was induced by incubating cells with 150 nM phorbol 12-myristate 13-acetate (PMA) for 4 days [17] .
Preparation of whole-cell extracts and Western blots
Whole-cell extracts were prepared using NP-40 lysis buffer (20 mM Tris-HCl, pH 8.8, 100 mM NaCl, 1 mM EDTA, 0.5% Nonidet P-40, 12 mM Na-deoxycholate). Cell homogenates were incubated for 30 min on ice followed by a clean-up centrifugation at 20,000 × g for 10 min at 4°C. Protein concentration was determined with Pierce BCA Protein Assay Reagent (Thermo Scientific) using bovine serum albumin as a standard. Proteins were separated by SDS-PAGE and transferred to a nitrocellulose (Bio-Rad) membrane. The membrane was blocked with StartingBlock Blocking Buffer (Thermo Scientific) for 1 h followed by incubation with primary antibody: PARP-1 (1:1,000; Cell Signaling, Cat#9532), PAX7 (1:1,000; Abcam, Cat#ab34360), myogenin (1:1,000; Abcam, ab124800), PCNA (1:1,000; Cell Signaling, Cat#2586), Histone H3 (1:1,000; Cell Signaling, Cat#12648P), ATP synthase (subunit alpha) (1:1000, Life Technologies, Cat# 459240/G0531), actin-HRP (1:5,000; Santa Cruz Biotechnology, Cat#sc-1616 HRP); followed by incubation with anti-mouse or anti-rabbit secondary antibodies (Cell Signaling). The membrane was developed with SuperSignal West Pico Chemiluminescent Substrate (Pierce) and visualized in a GeneBox Detection System (Syngene).
MTT viability assay
The MTT assay was performed as described earlier [29] . Briefly, cells were incubated with MTT reagent at a final concentration of 0.5 mg/ml, for 1 h at 37°C. The cells were washed with PBS and the residual formazan was dissolved in DMSO; subsequently, absorbance was measured at 570 nm with a background correction at 690 nm using a Molecular Devices M2 microplate reader.
LDH cytotoxicity assay
Lactate dehydrogenase (LDH) release was measured as described previously [30] . Briefly, 30 μl of supernatant from cultured cells was mixed with 100 μl of freshly prepared LDH assay reagent containing 85 mM lactic acid, 1 mM nicotinamide adenine dinucleotide (NAD + ), 0.27 mM N-methylphenazonium methyl sulfate (PMS), 0.528 mM INT, and 200 mM Tris (pH 8.2). Changes in absorbance were measured kinetically at 492 nm for 15 min, 37°C, using a monochromator-based reader (Powerwave HT, Biotek).
Measurement of NAD + levels
Total cellular NAD + was determined using NAD + /NADH Cell-Based Assay Kit (Cayman Chemical, Ann Arbor, MI, USA) according to manufacture's recommendations and as previously described [31] . The amount of formazan produced, which is proportional to the amount of NAD + in the cell lysate, was measured at 450nm with SpectraMax M2 microplate reader (Molecular Devices Corp., Sunnyvale, CA, USA).
Annexin V-phycoerythrin (Annexin V-PE) -7-aminoactinomycin D (7-AAD) staining for apoptosis/necrosis detection by flow cytometry
Detection of cell death was performed using PE Annexin V Apoptosis Detection Kit I (BD Biosciences Pharmingen, San Diego, CA) according to the manufacturer's recommendations. Briefly, control and treated cells were trypsinized, washed in ice-cold PBS and re-suspended in 1 ml Binding Buffer. 1×10 5 cells in 500 μl were incubated with PE Annexin V and 7-AAD for 10 min at 25°C in the dark, and analyzed immediately using a Guava EasyCyte Plus Flow Cytometer (Millipore, Billerica, MA). CytoSoft 5.3 software was used to estimate the subpopulations of early and late apoptotic, as well as necrotic cells, as a percentage of the total cell count [32] .
Bioenergetic analysis in isolated mitochondria
The XF24 Extracellular Flux Analyzer (Seahorse Biosciences, North Billerica, MA) was used to measure mitochondrial bioenergetic function. Mitochondria were isolated and extracellular flux analysis was performed as previously described [33] [34] [35] . Respiration by the mitochondria (7.5 μg/well) was sequentially measured in a coupled state with substrate present (5.5mM succinate; basal respiration, State 2), followed by State 3 (phosphorylating respiration, in the presence of ADP and substrate), State 4 (non-phosphorylating or resting respiration) following conversion of ADP to ATP, and State 4o, induced with the addition of oligomycin. Next, maximal uncoupler-stimulated respiration (State 3u) was detected by the administration of the uncoupling agent FCCP. At the end of the experiment the Complex III inhibitor, antimycin A, was applied to completely inhibit mitochondrial respiration. Inclusion of rotenone with succinate in the initial condition (State 2) triggers the respiration to be driven only by Complex II-IV. This 'coupling assay' examines the degree of coupling between the electron transport chain (ETC) and the oxidative phosphorylation (OXPHOS), and can distinguish between ETC and OXPHOS with respect to mitochondrial function/dysfunction.
Mitochondrial membrane potential assay
Changes in mitochondrial membrane potential were monitored with TMRE Membrane Potential Kit from Life Technologies (Carlsbad, California, USA) according to manufacturer's instructions and as previously described [33] . Briefly, myoblasts were seeded at a concentration of 1×10 4 cells per well in 96-well plates. For differentiated myoblasts, after the initial 24 h incubation, the culture medium was replaced with differentiation media and incubated for an additional 5 days. Next, cells were exposed to various concentrations of H 2 O 2 for 24h. 50 nM TMRE was added to the media and cells were incubated for an additional 20 min at 37°C, 5% CO 2 ; 10 and 30 μM FCCP were used as positive controls. Changes in fluorescence (ex549/ em575) were monitored by monochromator-based reader (Powerwave HT, Biotek).
Fluorescence microscopy
Myoblasts and myotubes were fixed with 4% paraformaldehyde in PBS at room temperature for 15 min, washed with PBS, and permeabilized with 0.5% Triton X-100 in PBS for 15 min at 21°C. After washing with PBS, coverslips were incubated first in 0.5% Triton X-100 containing 2.5% horse serum in PBS for 30 min, and then with primary antibodies overnight at 4°C. For the detection of PARP-1, an anti-PARP-1 antibody (Genetex, Cat#GTX61031) was used followed by Alexa Fluor 546 anti-rabbit antibody (Life Technologies, Cat#A11035). For myogenin detection, anti-myogenin antibody (Abcam, ab124800) was used followed by Alexa Fluor 488 anti-rabbit antibody (Life Technologies, Cat#A11034). Cells were washed three times with PBS and fluorescence was visualized using a Nikon Eclipse 80i inverted microscope with a Photometric CoolSNAP HQ2 camera and the NIS-Elements BR 3.10 software (Nikon Instruments, Melville, NY, USA).
PARP-1 silencing by small-interfering RNA and bioenergetic analysis in PARP-1 silenced cells
Cells (1×10 5 /well) were seeded into 6-well tissue culture treated plates and cultured to reach approximately 50% confluence in 24h. Next, cells were transfected with 40 nM PARP-1 specific siRNA (cat#4390771 s62054, Applied Biosystems/Ambion, Austin, TX, USA) using Lipofectamine 2000 (Invitrogen, Carlsbad, CA, USA) according to manufacture's recommendations. Scrambled siRNA (Ambion, Silencer Negative Control#1) was used as a control. After 24h, cells were harvested and seeded onto 24-well XF24 cell culture plates. On the following day, XF24 Extracellular Flux Analyzer was used to measure cellular bioenergetics as described (25) .
Transient transfection of myoblasts with PARP1
Myoblasts were transfected on 96-well plates with full-length mouse PARP-1 cDNA inserted into pCMV6-Entry vector (Myc-DDK-tagged) purchased from Origene Technologies (Cat#MR211449) (Rockville, USA, MD). Insert free plasmid, pCMV-Entry was used as control (Origene, Cat#PS100001). Transfection of myoblasts was performed using Lipofectamine 2000 (Life Technologies), according to the manufacturer's instructions. Briefly, DNA (0.2 μg/well) and Lipofectamine 2000 (1 μl/well) were separately diluted in 25 μl of Opti-MEM (Gibco). Next, DNA was added to the Lipofectamine 2000 reagent and the lipid/DNA mixtures were allowed to form complex for 5 min at room temperature. Cells were washed once with 100 ul of PBS and 100 μl of DMEM containing 15% FBS/well was added to each well. Next, lipid/ DNA mixture was added and cells were incubated at 37°C, 5% CO 2 . After 24 h, transfection medium was removed and replaced with DMEM containing 2% horse serum to start differentiation. To validate the expression of PARP-1, anti-DDK mouse monoclonal antibody (1:1,000, Origene, Cat#TA50011-100) was used. After 5 days of differentiation, differentiation was confirmed visually (methods as described above) and oxidant sensitivity of the cells was tested by exposing the cells to hydrogen peroxide (0.8 mM) followed by the measurement of LDH release into the culture medium (methods as described above).
Statistical analysis
Data are shown as means ± SEM and SD. One-way ANOVA was applied for statistical analysis, and Tukey's post-hoc test was used for the determination of significance between individual groups. The value of p<0.05 was considered statistically significant. All statistical calculations were performed using Graphpad Prism 5 analysis software. All experiments were performed at least 3 times on different days.
Results

Myoblast differentiation is associated with downregulation of PARP-1 expression
The C2C12 cell line is a well-defined model for skeletal muscle differentiation that recapitulates the in vivo process through irreversible withdrawal from the cell cycle, repression of proliferation-associated genes, and expression of terminally differentiated muscle-specific genes [24] [25] [26] . Proliferating myoblasts differ from terminally differentiated, non-proliferating myotubes in morphology and protein expression profiles (Fig 1A and 1B) . To confirm proper differentiation, we monitored the expression of transcription factor paired-box 7 (Pax7), proliferating cell nuclear antigen (PCNA), which is known to be inhibited during myoblast differentiation or repression of cellular proliferation, [34, 35] and myogenin, which is known to be expressed in differentiated myotubes [23] . Time-course Western blot analysis of myoblast differentiation, from day 0 through 7, is shown in Fig 1C. These results confirm that the process of myoblast differentiation is accurately recapitulated, as shown by decreased expression of Pax7 and PCNA, and increased expression of myogenin. Moreover, we observed a marked decrease in PARP-1 expression in myotubes (Fig 1C) . PARP-1 expression was ten-fold greater in myoblasts than in myotubes (Fig 1C) . Immunocytochemical analysis showed that in myoblasts, PARP-1 is localized mostly in the nucleus with little cytoplasmic staining, whereas terminally differentiated myotubes showed a global reduction of signal intensity (Fig 1D) . To confirm our observation that skeletal muscle cell differentiation is accompanied by reduction in PARP-1 expression, we performed similar Western blot analyses using another well-defined model of skeletal muscle differentiation, namely, rat-derived L6 cells [16] . The obtained data clearly indicate that myotubes of L6 cells have reduced expression of PARP-1 (Fig 2A) . Moreover, differentiation of U937 cells, induced by PMA, also showed a reduction in PARP1 expression ( Fig 2B) .
In order to investigate whether PARP-1 downregulation is an effect of contact inhibition, confluent myoblast culture was maintained for an additional one or two days while the level of PARP-1 was monitored by Western blot. As shown in Fig 3, the level of PARP-1 was not changed under these conditions suggesting that reduction of the PARP-1 level is an effect of differentiation, not contact inhibition.
Differentiated myotubes are more resistant to oxidative stress
In order to study the effect of PARP-1 inhibition, we first determined the maximum non-toxic concentration of well-known PARP inhibitor, PJ34 [36] . For our subsequent studies, we selected 10μM as the highest, non-toxic concentration of PJ34 based on preliminary studies with MTT conversion and LDH release cell-viability assays (Fig 4) . Consistent with our observations that PARP-1 expression is downregulated in myotubes as compared to myoblasts, H 2 O 2 insult induced a lesser degree of PARP-1 activation in myotubes than in myoblasts, as determined by Western blot analysis of PAR adducts in whole-cell extracts of each cell type (Fig 5) . Next, we compared the changes in the viability of myoblasts and myotubes exposed to various concentrations of H 2 O 2 by monitoring the LDH release into the culture medium, measuring the capacity of the cells to convert MTT to formazan, and quantifying cellular NAD + levels. As expected, increasing concentration of H 2 O 2 caused an increase in LDH release ( Fig  6A) . 200 μM H 2 O 2 resulted in a~5-fold increase in LDH release by myoblasts but not myotubes (Fig 6A) . As expected, pre-treatment with the PARP inhibitor, PJ34, significantly reduced H 2 O 2 -induced LDH release in myoblasts (Fig 6A) . Similarly, we observed significant reduction of both MTT conversion capability and NAD + levels in myoblasts exposed to increasing concentrations of H 2 O 2 , but not in myotubes (Fig 6B and 6C) . Similarly, PJ34 pretreatment attenuated the deleterious effect of H 2 O 2 in myoblasts, with only relatively minor effects in myotubes (Fig 6B and 6C) . The cytotoxic effects of glucose oxidase (GOx), an alternative oxidative stressor that generates constant, low levels of H 2 O 2 in culture media, were also attenuated in PJ34-treated myoblasts in a concentration-dependent manner (assessed by Immunocytochemistry of the differentiation marker, myogenin, in myoblasts and myotubes. DAPI was used for nuclear counterstaining. Increased myogenin signal was detectable in the fully differentiated myotubes. (C) The effect of differentiation on protein expression of PARP-1 and the differentiation markers, PCNA, Pax7, and myogenin were monitored on Days 0-7 using whole cell extracts. Actin was used as a loading control. The relative quantity of proteins was calculated by densitometry and normalized to actin based on the analysis of three independent Western blots. * indicates p<0.05 relative to myoblasts at Day 0 (100%). (D) PARP-1 distribution in undifferentiated myoblasts and differentiated myotubes. DAPI was used for nuclear counterstaining. Decreased PARP-1 signal was detectable in the fully differentiated myotubes. measurement of MTT reduction, Fig 6D) . Myotubes were affected only by the highest concentration of GOx and experienced no beneficial effect from PJ34 pre-treatment (Fig 6D) .
To verify our observations, we performed similar sets of experiments in another type of skeletal muscle cell line, namely, rat L6 cells. Similarly to C2C12, L6 myoblasts showed a distinctively higher sensitivity to oxidants-as measured by MTT conversion and LDH release assays-that could be partially attenuated by pre-treating with PJ34 (Fig 6E, 6F and 6G ). Myotubes were more resistant to the same concentrations of H 2 O 2 ( Fig 6E) and GOx (Fig 6F and  6G ) regardless of PJ34 pre-treatment, which seemed to have no beneficial effect for myotubes.
Our observation that myotubes are resistant to oxidant induced stress was further validated by flow cytometry, which showed that oxidative stress induces cell death of mixed type (necrotic and apoptotic), and that PARP inhibition with PJ34 reduces cell death primarily by decreasing the portion of necrotic and early apoptotic cell populations (Fig 7A and 7B) . Taken together, these data indicate that myotubes are more resistant to oxidative stress than myoblasts, and that the oxidative stress-induced cell dysfunction/cell death in myoblasts involves a significant PARP-1dependent component. 
Myotubes preserve mitochondrial functions during oxidative stress
We investigated the differences in major bioenergetics parameters in mitochondria isolated from C2C12 myoblasts and myotubes with Extracellular Flux Analysis (Fig 8A) . While basal respiration (State 2) did not show any significant differences between the two cell types, myotubes were found to have higher ATP turnover (State 3) and maximal respiratory capacity (State 3u) than myoblasts. (Fig 8B, 8C, 8D and 8E) . To investigate the effect of H 2 O 2 on mitochondrial functions of myoblasts and myotubes, we measured mitochondrial membrane potential. We observed a gradual decrease of the mitochondrial membrane potential in response to increasing concentration of H 2 O 2 in the myoblasts, while the mitochondrial membrane potential was unaffected in the myotubes (Fig 8F) . FCCP (a mitochondrial uncoupler) was used as a control (Fig 8F) . Since PARP-1 was localized in the nucleus and in the mitochondria [37, 38] we investigated its level in both cellular fractions. As shown in Fig 9 , reduction of PARP-1 level was found in nuclear and mitochondrial fractions of myoblasts as compared to myotubes (Fig 9A and 9B, respectively) . We have previously shown that PARP-1 silencing significantly enhances basal mitochondrial bioenergetics in cultured endothelial and epithelial cells [31] . Now, we investigated the effect of transient siRNA-mediated silencing of PARP-1 on the bioenergetic response in C2C12 myoblasts. Silencing PARP-1 expression increases both oxidative phosphorylation (Fig 10A) and glycolytic activity (Fig 10B) . The latter observation is in line with recent findings showing the regulation of glycolytic function by PARP-1 in neurons [39] .
Forced expression of PARP1 in myotubes increases their oxidant sensitivity
There is a possibility that, in addition to the downregulation of PARP1, a host of additional alterations in the transcriptome profiles between myoblasts and myotubes resulted in the observed phenotype of decreased oxidant sensitivity in myotubes (in contrast to myoblasts). Therefore, PARP1 supplementation (forced expression of PARP1 using a cDNA inserted into pCMV6-Entry vector) was performed in myotubes, followed by differentiation of the cells into myoblasts (Fig 11A) . The overexpressed PARP-1 maintained in myotubes as detected by Western analysis using anti-DDK monoclonal antibody (Fig 11B) . Myotubes with forced expression of PARP1 became more sensitive to hydrogen peroxide induced cell injury: they responded with increased LDH release, compared to the sham-transfected myotube controls (Fig 11C) .
Discussion
The main conclusion of the present study is that protein level of PARP-1 decreases under the differentiation process of murine skeletal muscle cells, and concomitantly, the cells acquire a marked resistance to oxidative stress and develop a capacity to maintain cellular bioenergetics during oxidative challenge.
Cellular reprograming occurs during skeletal muscle differentiation with multiple genes upand down-regulating as required to orchestrate a smooth transition from proliferation to cell cycle exit, differentiation and finally, fusion of multiple cells to form myotubes. One of the key components of the process is the expression of muscle specific transcription factors, such as myogenin, which has a primary role in down-regulating Cdk activity in order to exit the cell cycle [40] . The important role of PARP-1 in chromatin remodeling and gene expression is well recognized [1, 41] . We hypothesize that maintenance of a high level of PARP-1 expression is required at the earlier stages of the differentiation process, in order to initiate the changes in the chromatin structure to facilitate reprogramming gene expression. On the other hand, the cost to the cell for this high level of PARP-1 expression is increased sensitivity to oxidative stress. Please note, however, that cells do not normally experience substantial oxidative stress in this stage of the cell's lifecycle.
The situation is quite different in fully differentiated myocytes. Significant oxidative stress is generated from normal physiological function of differentiated myocytes, e.g. skeletal muscle contraction during movement or exercise [6] [7] [8] [9] [10] [11] [12] [13] . Therefore, we hypothesized that the downregulation of PARP-1 serves as a protective mechanism limiting the deleterious consequences of oxidant-mediated PARP-1 overactivation, such as cellular NAD + depletion, decrease in bioenergetics, or, in extreme cases, cell injury. This may be particularly important for skeletal muscle, which is known to be prone to oxidative damage [5] [6] [7] [8] [9] [10] [11] [12] [13] .
MTT conversion (B, D, E, G), and cellular NAD+ content (C). 10μM PJ34 was used in all experiments to test the effect of PARP1 inhibition. Experiments shown in panels A-D were performed with C2C12, and those in panels E-G, with L6 cells. Data represent mean ± SD. One-way ANOVA was used for statistical analysis and for the determination of significance between individual groups. * shows significant difference, p<0.05, in the cell response to H 2 O 2 or GOx relative to controls while # shows significant protective effect of PJ34 in H 2 O 2 or GOx treated cells, p<0.05. Data shown in A, B, C, D, E, F, and G were calculated as percentage of control cells (untreated myoblasts or myotubes, in each case set as 100%).
doi:10.1371/journal.pone.0134227.g006 Our immunocytochemistry studies show that PARP-1 is localized mainly in the nucleus of myoblasts, but that its nuclear expression is reduced after differentiation has taken place in myotubes; this occurs parallel to an increase in perinuclear staining. Based on several lines of studies in various cell types [32, 39, 40] , as well as data presented in the current report, this staining represents mitochondrially localized PARP-1. Relatively little is known about the functional role of mitochondrial PARP-1. Rossi and colleagues [39] showed that the mitochondrial protein mitofilin co-localized with PARP-1 in mitochondria of HeLa cells, which shows the mitochondrial presence of the enzyme. Using subcellular fractionation, we show in the current paper that myoblasts have higher levels of PARP-1 in their mitochondria, compared to the differentiated myotubes. In line with previous studies, the possible role of PARP-1 in C2C12 might be related to the higher integrity of mtDNA in the latter cells. We have recently demonstrated that there are differences in mitochondrial DNA repair capability between myoblasts and myotubes, with the myotubes having higher DNA integrity [28] . Moreover, we have recently observed that low levels of oxidative stress selectively activate mitochondrial PARP-1 in human U937 monocytes [32] . These prior findings, when taken together with the data presented in the current report, suggest that both the downregulation and the intracellular distribution of PARP-1 (from the nucleus to the mitochondria) during myoblast differentiation may contribute to a change in oxidative stress resistance. This is further supported by our recent observation that PARP-1-depletion increases the rate of the mitochondrial DNA repair [40] . Other series of studies also showed the beneficial effects of genetically disrupting and experiments performed on 3 different days. * indicates significant difference, p < 0.01, in ATP turnover and maximal respiratory capacity. State 2 = Basal Respiration, State 3 = ATP Turnover, State 4o = Proton Leak, State 3u = FCCP-stimulated Maximal Respiratory Capacity. (F) Mitochondrial membrane potential changes in the absence or presence of the PARP inhibitor PJ34 (10 μM) in C2C12 myoblasts and myotubes. Statistical analyses of n = 3 independent experiments were assessed; where * indicates significant difference, p<0.001, between control and H 2 O 2 -treated myoblasts, while # shows significant difference, p<0.001, between myoblasts and myotubes treated under the same conditions. doi:10.1371/journal.pone.0134227.g008 pharmacologically inhibiting PARP-1 in cerebral ischemia, oxidative and nitrosative stress in islet cells, myocardial post-ischemic injury, and cerebral artery occlusion and its effect on motor function [39] [40] [41] [42] [43] [44] [45] [46] [47] . To further test whether PARP-1 downregulation is an independent contributor to the resistance of myotubes to oxidative stress, PARP-1 overexpression in myotubes was also conducted; this intervention increased the oxidative stress sensitivity of the myotubes. These findings support the view that downregulation of PARP1 during differentiation of myoblasts to myotubes directly regulates the oxidant-sensitivity of these cells. Nevertheless it is obvious that a host of changes occur in the transcriptome profile during cell differentiation, and, therefore, multiple factors-in addition to PARP1 downregulation-are also likely to contribute.
There are a number of studies implicating PARP-1 in the regulation of cellular bioenergetics (under normal conditions and during oxidative stress). The deletion of PARP-1 increases NAD + content and SIRT1 activity in brown adipose tissue and muscle, which mimics the responses seen with SIRT1 activation (both result in increased energy expenditure and enhanced oxidative metabolism) [48] . Moreover, in bEnd.3 endothelial and A549 epithelial cells, pharmacological inhibition or siRNA-mediating silencing of PARP-1 increased basal and uncoupled cellular respiration, suggesting that PARP-1 is a regulator of physiological mitochondrial function [31] . PARP-1 −/− muscle showed a marked deacetylation of PGC-1α and FOXO1, which was linked to enhanced mitochondrial biogenesis and a more oxidative profile of muscle fibers [49] . In line with the above-cited literature, the bioenergetic experiments conducted in the current study also indicate that PARP-1 is a regulator of basal mitochondrial function and suggest that PARP-1 also regulates the glycolytic capacity of myoblasts-both of these functions were enhanced when PARP-1 was silenced. Based on these data, we conclude that the downregulation and redistribution of PARP-1 during skeletal muscle differentiation will not only create an oxidative stress resistance, but it will also enhance the cellular bioenergetic capacity of the differentiated muscle cell (when compared to the same parameters of the myoblast), for instance, by consuming less NAD + . However, we must keep in mind that cellular NAD + levels are compartmentalized and are regulated by multiple enzymes [50, 51] ; therefore, it is conceivable that differentiation-associated changes in the expression or activity of various enzyme systems that handle NAD + (other than PARP-1) may also have contributed to the observed decrease in cellular NAD + levels during differentiation. Follow-up analysis of expression level of other enzymes utilizing NAD + is warranted to explain this observation. In this context, it is interesting to mention the recent report of Frederick and colleagues demonstrating that increasing NAD + biosynthesis in the skeletal muscle, on its own, is not sufficient to increase metabolic function [52] . It should also be mentioned that PARP-1, while downregulated compared to myoblasts, is not completely absent in the differentiated myotubes. Accordingly, oxidative stress does have some effects on these cells, for example, in terms of NAD + depletion, though these effects are relatively minor when compared to myoblasts and are reduced by PARP-1 inhibition. Also, in vivo, there is always a constant turnover of the muscle, meaning that the skeletal muscle probably represents a mixture of cells in various stages of differentiation (and, correspondingly, various degrees of PARP-1 expression). These notions are consistent with a recent report of Pirinen and colleagues [53] , demonstrating that in vivo, treatment of mice with PARP-1 in cells after siRNA silencing of PARP-1, compared to control as calculated by unpaired t-test (*p<0.01). Data are shown as means ± SD of n = 15 wells (each group) collected from n = 3 experiments performed on 3 different days. (G) Western blot analysis shows the efficiency of PARP-1 silencing as evaluated by unpaired t-test, *p < 0.001 relative to siCTL.
doi:10.1371/journal.pone.0134227.g010
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inhibitors exerts beneficial effects on skeletal muscle endurance and performance, coupled with increased cellular NAD + content, mitochondrial function, and mitochondrial biogenesis. 
Further observations made in the current study that remain to be investigated in follow-up studies include (a) the functional consequence of the variable regulation of the various 'minor' PARP isoforms during differentiation (i.e. downregulation of PARP-2 and PARP-7 and upregulation of PARP-3), (b) the mechanism of the increased glycolytic activity after PARP-1 silencing in myoblasts, and (c) the reasons why the downregulation of PARP-1 during differentiation is cell-type dependent. With respect to PARP-2, it is interesting to note that inhibition of PARP-2 has recently been shown to produce an increase in mitochondrial biogenesis in skeletal muscle [54] .
In summary, we found that PARP-1 protein level decreases under the differentiation process of C2C12 cells. Based on multiple lines of functional data, we conclude that the functional importance of this change is that it endows myoblasts with several advantages, including oxidative stress resistance and an increased bioenergetic function. We fully realize that the regulation of PARP-1 in myoblasts and myotubes may be a specialized case since PARP-1 has multiple roles in a variety of cell types, ranging from cancer cell survival to an active factor mediating necrosis in parenchymal cells, and catalyzing pro-inflammatory gene expression in immune cells [1] [2] [3] . Changes in PARP-1 expression may well have very different roles, depending on the particular cell type and the particular (patho)physiological context.
